Abstract: We extracted DNA from 120 grizzly bears (Ursus arctos horribilis) in an arctic population for paternity analysis using DNA fingerprinting. Preliminary results indicate that a combination of several probes and/or enzymes will be necessary to identify sires of offspring with known mothers. Development of genetic profiles will provide estimates of population genetics parameters such as inbreeding coefficients, heterozygosity, and degree of polymorphism to use as a baseline in managing this and other, more endangered, populations. We present these preliminary results in order to inform others of the direction of our research and to facilitate sample collection and lab work in other studies. Samples of DNA were digested with the restriction endonucleases Hinfl and HaeIII. The resulting fragments were separated by electrophoresis in 1.0% agarose gels at 20-25 milliamps for 18-24 hours, and transferred to nylon membranes using the Southern blot technique. Both charged and neutral nylon membranes were used. DNA filters prepared in this way were probed for tandem repeat sequences of genomic DNA with radiolabelled Pv47 and M13 probes, and with alkaline phosphatase-labelled oligonucleotide subunits of Jeffreys 33.15 and 33.6 probes. Labelled membranes were used to expose x-ray film which was then developed to reveal a characteristic banding pattern or DNA fingerprint.
In order to effectively conserve and manage small wildlife populations, it is necessary to determine the degree of genetic variation that exists. A genetic baseline derived from larger, more viable populations is a necessary starting point for comparison. The techniques of DNA fingerprinting with genomic DNA are well suited to the analysis of inter-population genetic variation (Lynch 1992) Samples of DNA were digested with the restriction endonucleases Hinfl and HaeIII. The resulting fragments were separated by electrophoresis in 1.0% agarose gels at 20-25 milliamps for 18-24 hours, and transferred to nylon membranes using the Southern blot technique. Both charged and neutral nylon membranes were used. DNA filters prepared in this way were probed for tandem repeat sequences of genomic DNA with radiolabelled Pv47 and M13 probes, and with alkaline phosphatase-labelled oligonucleotide subunits of Jeffreys 33.15 and 33.6 probes. Labelled membranes were used to expose x-ray film which was then developed to reveal a characteristic banding pattern or DNA fingerprint. HaeIII digestion reveals more diagnostic bands than does Hinfl using Pv47 and M13 probes. The alkaline-phosphatase-labelled oligo probe Jeffreys 33.15 produces the best banding patterns for paternity determination, but does not alone reveal sufficient variation for identification of the sire.
RESULTS AND DISCUSSION
To date, 30 individuals have been typed using Hinfl and Jeffreys 33.15 probe. Results from similar numbers of trials using HaeIII, Pv47, and Jeffreys 33.6 indicate that a combination of several enzyme-probe combinations is necessary for paternity identification. Additional trials are planned using oligo probes of M 13, MS1, and CMM101.
Approximately 10 diagnostic bands are revealed in the genome using each probe and enzyme combination (Fig. 1) . This is less than the number revealed in humans ( 
